Ct method and SPSS were used for statistical analysis. RNU6B gene was used as a reference control for normalization. Receiver operating characteristic (ROC) curve analysis using RQ values was constructed in order to evaluate the diagnostic accuracy of these miRNAs in SF for distinguishing RA patients from HCs. Results: miR-146a, miR-155 and miR-223 showed overexpression in RA SF compared to HCs (in 70.83%, 79.17% and 79.17% of the patients, respectively) and could be used to differentiate RA patients from HCs (p=4. Background: Takayasu arteritis (TA) is a rare chronic inflammatory disease of the aorta and its major branches, seen predominantly in females. Its etiology is unknown, however, there is a growing body of evidence to suggest genetic contribution to the pathogenesis of the disease: a) The disease is relatively frequent in Asia, b) Several familial cases of TA have been published (1) and even, autosomal recessive inheritance pattern has been suggested (2), c) Genetic association with HLA-B*52 across multiple ethnicities has been confirmed (3), and d) A multi-ethnic genome-wide association studies (GWAS) study in TA established additional genetic susceptibility loci (4-5). Objectives: We studied a consanguineous family consisting of two affected and one unaffected sibs and their healthy parents in order to identify the causative mutation or linked loci.
Methods: Whole genome single nucleotide polymorphism (SNP) genotyping was performed for five family members using Illumina OmniExpress-24 BeadChip targeting ∼700,000 SNP markers. Using genotyping data, we performed multipoint parametric linkage analysis assuming recessive inheritance and complete penetrance. Also, exome sequencing was performed for index patient to search for a rare, homozygous deleterious variant in the possibly linking regions. 
